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Introduction: It was aimed to determine whether IL-23R gene rs1004819, rs751784, and rs11209026 single nucleotide 
polymorphisms (SNPs) cause susceptibility to ulcerative colitis (UC) or not and to evaluate the relationship between these 
SNPs and the phenotypic subtypes in Turkish population.
Methods: This case-control study included ninety-eight UC patients (85 males and 13 females) and 41 healthy controls (37 
males and 4 females). Clinical and endoscopic features were recorded. Genotyping of the SNPs was analyzed by polymerase 
chain reaction (PCR) based on direct sequencing.
Results: There was no significant difference between patients with UC and healthy controls regarding the analyzed genotype 
and allele frequencies (p>0.05). The TG genotype of the IL-23R gene rs7517847 SNP was associated with extensive disease 
(OR: 3.55; 95% CI: 1.01–12.45). The AA genotype of IL23-R-rs1004819 was more prevalent in patients who never smoked (OR: 
4.16; 95% CI: 1.12–15.36), and the GA genotype was related to smoking (OR: 4.46; 95% CI: 1.60–12.48) and left-sided colitis 
(OR: 2.61; 95% CI: 1.18–5.77). The GG genotype of the IL23-R-rs1004819 SNP was more frequent in patients with UC who had 
higher scores of clinical activities.
Discussion and Conclusion: Although IL-23R gene rs1004819, rs7517847 and rs11209026 SNPs were not associated with the 
disease susceptibility, significant associations were reported between the clinical features of UC. Further studies are needed 
to investigate disease susceptibility to UC in different populations.
Keywords: IL-23 receptor gene; Single nucleotide polymorphisms; Turkish patients; Ulcerative colitis.

Inflammatory bowel diseases (IBDs) are polygenic disorders 
with a relative risk of 8%-15% for disease onset in each 

sibling[1,2]. The interleukin-23 receptor (IL-23R) gene locates on 
the first chromosome (1p31) and it is reported to be associated 
with susceptibility to various autoimmune diseases[3].

Durer’s first declaration of the association of the IL23R gene 
with IBDs was a milestone in understanding the pathogenesis 
of IBDs[4]. The IL23R is associated with mucosal integrity and 
leads to the differentiation of the subsets of Th17 cells that 
secrete proinflammatory cytokines[5,6].
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A genome-wide association study (GWAS) is used in 
genetic research to identify specific genetic variations 
associated with particular diseases. Single Nucleotide 
Polymorphisms (SNPs) are base pair changes in a specific 
DNA region occurring in at least 1% of the population. 
SNPs help understand how genes contribute to disease 
presentation[7].

Due to different populations studied in GWAS for the IL-23R 
gene, SNPs revealed inconsistent results. In ulcerative colitis 
(UC), IL-23R rs1004819, rs7517847, and rs11209026 are the 
most investigated SNPs of the IL-23R gene[8]. Studies from 
various countries have shown inconsistent results with 
these SNPs in UC[8-14]. In this study, we aimed to delineate 

the associations between these SNPs of the IL-23R gene 
and disease susceptibility, as well as their influence on the 
clinical picture of UC patients in the Turkish population.

Materials and Methods

Study Population

The study included ninety-eight patients with ulcerative 
colitis (UC) (85 males and 13 females) and 41 healthy 
controls without any chronic diseases (37 males and 4 
females) admitted to the inpatient and outpatient services 
of our gastroenterology department between December 
2012 and September 2013 (Table 1). The healthy controls 

Table 1. Demographic and Clinical Characteristics of the Study Population

Demographic Features	 Patients with UC	 Controls	 OR(95%CI)

Gender of attainers 			 
	 Female (n,%)	 13 (13.3)	 4 (9.8)	 0.71(0.22-2.31)
	 Male (n,%)	 85 (86.7)	 37 (90.2)	

				    p

Age (mean±SD, years)	 32.78±14.89	 33±11.97	 0.87
Age at diagnosis (years), median	 27.86	 -	 -
Disease duration (years), median	 4.86	 -	 -
CRP (mean±SD, mg/L)	 9.20±13.87	 3.19±2.33	 <0.001
Hb (mean±SD, gr/dL)	 13.79±1.87	 14.6±1.37	 <0.009
Smoking habits (n, %)
	 Never smoked	 62 (63.28)		
	 Quitted	 13 (13.26)		
	 Smoker	 23 (23.46)		
Extend of UC (n, %)			 
	 Remission	 9 (9.18)		
	 Proctitis	 34 (34.7)		
	 Left sided colitis	 42 (42.85)		
	 Extensive colitis	 13 (13.27)		
Mayo Endoscopic Activity Score (n, %)			 
	 0 (Inactive disease)	 14 (14.29)		
	 1 (Mild)	 39 (39.80)		
	 2 (Moderate)	 35 (35.71)		
	 3 (Severe)	 10 (10.20)		
Treatments of the patients (n, %)			 
	 No treatment	 13 (13.27)		
	 5-ASA	 63 (64.29)		
	 5-ASA±Steroids±Azothioprin±Anti-TNF alpha	 22 (22.44)		
	 Family history of IBD (n, %)	 9 (9.18)		
Mayo Clinical Activity Score (median)	 4.16		
	 Remission (score ≤2) (n, %)	 35 (35.72)		
	 Activation (score >2) (n, %)	 63 (64.28)		

SD: Standard deviation; CRP: C-reactive protein; UC: Ulcerative Colitis; IBD: inflammatory bowel disease; Anti-TNF-alpha: Anti-tumor necrosis factor-alpha; 
5-ASA: 5-amino salicylic acid.
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underwent colonoscopy with indications other than IBDs 
and no pathology was reported. They also had no family 
history of IBDs. The study protocol complied with the 
ethical guidelines of the 1975 Declaration of Helsinki (6th 
revision, 2008), as reflected in a priori approval by the 
institution's human research committee. The Local Ethics 
Committee of our institute (2013-70/17) approved the 
study, and written informed consent was obtained from 
all participants. Participants with severe organ failure, 
malignancies, inflammatory and autoimmune diseases, 
and gut resection were excluded from the study.

In the UC group, clinical features and medications for UC 
were recorded. The UC Mayo Scoring system was used to 
assess clinical activity and was quantified between 0-12. 
In colonoscopy, the Mayo scoring system is used, and the 
extent of UC is defined in agreement with the Montreal 
classification (Table 1).

DNA Extraction and Genotyping

Genotyping of the rs11209026, rs7517847, and rs1004819 
regions of the IL23R gene was analyzed by PCR-based 
direct sequencing. Genomic DNA was isolated from 1 mL 
of EDTA anticoagulated whole blood using the QIAamp 
DNA Blood Mini Kit (catalog #: 51106) (QIAGEN, Hilden, 
Germany) following the manufacturer’s instructions. 
DNA concentrations of the samples were assessed 
spectrophotometrically. PCR amplification of the related 
regions of the IL23R gene was performed using the 
HotStarTaq DNA Polymerase kit (catalog #: 203205) 
(QIAGEN, Hilden, Germany).

After an initial denaturation at 95°C for 15 minutes, 36 
cycles were performed, each consisting of 30 seconds 
of denaturation at 95°C, 30 seconds of annealing at 
60°C, and 30 seconds of extension at 72°C, followed by 
a final extension of 10 minutes at 72°C. The intensity of 
the PCR products was checked by gel electrophoresis 
(Fig. 1). Reagent contamination control was conducted 
by examining the lane for the “No DNA” blank tube. 
Then, all successful PCR products were purified using 
the PureLink® PCR Purification Kit (catalog #: K3100-
01) (Invitrogen Life Technologies, USA) according to 
the manufacturer’s instructions. The purified amplicons 
were submitted for direct sequencing in both directions 
(forward and reverse) using reagents from the BigDye 
Terminator v3.1 Cycle Sequencing kit (ABI, Applied 
Biosystems, USA).

After ethanol precipitation, the subsequent products 
were run on the ABI-3730 (48 capillaries) automatic 

sequencer (Applied Biosystems, USA). Bidirectional 
sequence traces were analyzed with SeqScape® Software 
v3.0 (Applied Biosystems, USA) and manually reviewed 
(Fig. 2).

Statistical Analysis

Statistical analysis was conducted using MedicReS 
E-PICOS AI Smart Biostatistics Software® version 21.3, New 
York, NY. Data were presented as means and standard 
deviations for continuous variables, and frequencies 
and percentages for categorical variables. Analyses for 
differences in demographic and laboratory characteristics 
were performed using Student's t-test. The odds ratio 
within its confidence interval was utilized to evaluate the 
risk of ulcerative colitis and associated clinical features for 
any genotyping and allele in its observed frequency. The 
confidence level for statistical significance was set at 95% 
(α=0.05). 

Figure 1. Samples of gel electrophoresis pictures of PCR reactions.
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Results
A total of 98 UC patients and 41 healthy controls were 
included in the study. The mean age and sex distribution 
in both groups were similar (p=0.87). The demographic 
and clinical characteristics of the patients and healthy 
participants are summarized in Table 1. The genotype 
distribution in UC patients and healthy groups was in 
Hardy-Weinberg equilibrium. The allele and genotype 
frequencies of the three SNPs are compared between the 
groups (Table 2).

In terms of the analyzed allele frequencies and genotypes 
of the SNPs, no significant association was found between 
the groups. We also analyzed the influence of IL-23R 
rs1004819, rs7517847, and rs11209026 SNPs on the clinical 
picture of UC patients. These three SNPs did not yield any 
association with the medications for UC. The TG genotype 
of IL-23R rs7517847 SNP revealed a statistically significant 

association with a greater extent of UC (OR: 3.55; 95% CI: 
1.01-12.45). The AA genotype of IL-23R rs1004819 was 
more prevalent in patients who never smoked (OR: 4.16; 
95% CI: 1.12-15.36), and the GA genotype of this SNP was 
found in relation to smoking (OR: 4.46; 95% CI: 1.60-12.48) 
and left-sided colitis (OR: 2.61; 95% CI: 1.18-5.77). The GG 
genotype of IL-23R rs1004819 SNP was also more frequent 
in UC patients with higher Mayo clinical activity scores 
(Table 3).

Discussion
The prevalence of inflammatory bowel diseases (IBDs) 
is rapidly rising worldwide, and they are responsible for 
high healthcare costs and social burden. Immunologic, 
genetic, and environmental factors are not unique for 
IBDs; presumably, they exert different influences on 
pathogenesis[1].

Figure 2. Samples of forward sequencing electropherograms of rs11209026, rs7517847, rs1004819 
regions of IL23R gene.
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The IL-23R/IL-17 axis is a prominent pathway in the 
pathogenesis of IBDs, connecting the innate and adaptive 
immune systems[15,16]. IL-23 plays a key role in the 
differentiation of T-helper (Th) 17 cells, which secrete 
proinflammatory cytokines IL-17 and IL-6[1,3].

A genome-wide association study (GWAS) is utilized in genetic 
research to identify specific genetic variations associated 
with particular diseases. The method is a case-control study 
with healthy controls and involves scanning the genomes of 
many different people to look for genetic markers that can 
predict the presence of a disease[7].

For UC, GWAS identified more than 20 specific genetic 
loci[17]. SNPs can be inherited in a Mendelian model 
and are thought to be associated with the phenotypic 
specialties of diseases. The human genome likely contains 
3-10 million variants of SNPs[18]. Some SNPs are clinically 
significant variants because they cause changes in protein 
structures through amino acid alterations[19]. SNPs for 
specific diseases can exhibit different results depending 
on the studied ethnicities and countries due to genetic 
variations.

Table 3. Distribution of IL-23R rs1004819, rs7517847, rs11209026 SNPs Genotype Frequencies According to Clinical Characteristics of UC Patients

				    IL23-1-rs11209026			  IL23-2-rs7517847			   IL23-3-rs1004819

Clinical Characteristics	 GA		  GG	 GG	 TG	 TT	 AA	 GA	 GG
			   n (%)		  n (%)	 n (%)	 n (%)	 n (%)	 n (%)	 n (%)	 n (%)

Disease localization
	 Normal	 0 (0)		  9 (9.68)	 2 (20)	 3 (7.14)	 4 (8.70)	 3 (15)	 3 (6)	 3 (10.71)
	 Proctitis	 4 (80)		  29 (31.18)	 5 (50)	 13 (30.95)	 15 (32.61)	 8 (40)	 13 (26)	 12 (42.86)
	 Left-sided colitis	 1 (20)		  42 (45.16)	 2 (20)	 17 (40.48)	 24 (52.17)	 9 (45)	 26 (52)c	 8 (28.57)
	 Extensive colitis	 0 (0)		  13 (13.98)	 1 (10)	 9 (21.43)a	 3 (6.52)	 0 (0)	 8 (16)	 5 (17.86)
Mayo Endoscopic Activity 
Subscore (0-3)
	 M.E.A 0	 0 (0)		  14 (15.05)	 2 (20)	 6( 14.29)	 6 (13.04)	 4 (20)	 5 (10)	 5 (17.86)
	 M.E.A 1	 2 (40)		  36 (38.71)	 5 (50)	 17 (40.48)	 16 (34.78)	 6 (30)	 21 (42)	 11 (39.29)
	 M.E.A 2	 3 (60)		  31 (33.33)	 2 (20)	 15 (35.71)	 17 (36.96)	 8 (40)	 18 (36)	 8 (28.57)
	 M.E.A 3	 0 (0)		  12 (12.90)	 1 (10)	 4 (9.52)	 7 (15.22)	 2 (10)	 6 (12)	 4 (14.29)
Mayo Clinical Activity Score (0-12)
	 Clinical  activation (>2)	 1 (20)		  34 (36.56)	 6 (60)	 13 (30.95)	 16 (34.78)	 7 (35)	 14 (28)	  14 (50)e

	 Clinical  remission (≤ 2) 	 4 (80)		  59 (63.44)	 4 (40)	 29 (69.05)	 30 (65.22)	 13 (65)	 36 (72)	 14 (50)
Smoking Habit								      
	 Never smoked	 4 (80)		  58 (62.37)	 6 (60)	 26 (61.90)	 30 (65.22)	 17 (85)b	 25 (50)	 20 (71.43)
	 Quitted smoking	 1 (20)		  12 (12.90)	 1 (10)	 5 (11.90)	 7 (15.22)	 3 (15)	 8 (16)	 2 (7.14)
	 Smoker	 0 (0)		  23 (24.73)	 3 (30)	 11 (26.19)	 9 (19.57)	 0 (0)	 17 (34)d	 6 (21.43)
Treatment
	 No treatment	 0 (0)		  12 (12.90)	 3 (30)	 4 (9.52)	 5 (10.87)	 2 (10)	 5 (10)	 5 (17.86)
	 5-ASA	 5 (100)		  52 (55.91)	 6 (60)	 23 (54.76)	 28 (60.87)	 14 (70)	 30 (60)	 13 (46.43)
	 5-ASA±Steroids±Azothioprin±	 0 (0)		  29 (31.18)	 1 (10)	 15 (35.71)	 13 (28.26)	 4 (20)	 15 (30)	 10 (35.71) 
	 Anti-TNF-alpha
IBDs in 1st degree relatives	 1 (20)		  8 (8.6)	 0 (0)	 3 (7.14)	 6 (13.04)	 3(15)	 4 (8)	 2 (7.14)

SNPs: Single nucleotide polymorphisms; UC: Ulcerative colitis; M.E.A: Mayo Endoscopic Activity; 5-ASA: 5-aminosalicylic acid; Anti-TNF-alpha: Anti-tumor 
necrosis factor-alpha; IBD: Inflammatory bowel disease; a: 3.55(1.01-12.45); b: 4.16(1.12-15.36); c: 2.61(1.18-5.77); d: 4.46(1.60-12.48); e: 2.81(1.15-6.86).

Table 2. Genotyping and Allele Frequencies of All Study Population

			   Ulcerative Colitis	 Controls	 OR (95%CI)
			   n (%)	 n (%)

IL23-R-rs11209026			 
	 Genotypes			 
		  GA	 5 (5.1)	 2 (4.88)	 1.05 (0.20-5.64)
		  GG	 93 (94.9)	 39 (95.12)	
	 Alleles			 
		  G	 191 (97.45)	 80 (97.56)	 0.96 (0.18-5.03)
		  A	 5 (2.55)	 2 (2.44)	
IL23-R-rs7517847			 
	 Genotypes			 
		  GG	 10 (10.2)	 2 (4.88)	 2.22 (0.46-10.59)
		  TG	 42 (42.86)	 17 (41.46)	 1.06 (0.51-2.22)
		  TT	 46 (46.94)	 22 (53.66)	 0.76 (0.37-1.59)
	 Alleles			 
		  G	 62 (31.63)	 21 (25.61)	 1.34 (0.75-2.40)
		  T	 134 (68.37)	 61 (74.39)	
IL23-R-rs1004819			 
	 Genotypes			 
		  AA	 20 (20.41)	 8 (19.51)	 1.06 (0.42-2.64)
		  GA	 50 (51.02)	 21 (51.22)	 0.99 (0.48-2.06)
		  GG	 28 (28.57)	 12 (29.27)	 0.97 (0.43-2.16)
	 Alleles			 
		  A	 90 (45.92)	 37 (45.12)	 1.03 (0.62-1.73)
		  G	 106 (54.08)	 45 (54.88)
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The IL-23R rs11209026 SNP (p. Arg381Gln) was first 
identified as a protective polymorphism against Crohn’s 
disease (CD) in a non-Jewish population[4]. Glutamine is 
essential for intestinal epithelial cells, and its replacement 
reduces inflammation[4,8]. Studies in some populations 
confirmed the same result for rs11209026 SNP and 
CD,[10,20,21] but others did not[12,13,22,23].

For rs11209026, our results are consistent with previous 
studies[13,14,22]. rs11209026 has been the most investigated 
SNP in IBDs so far. Systemic meta-analyses about UC 
and rs11209026A SNP reported the risk in the Caucasian 
population but not in the Asian population[8,24]. The GA 
genotype rs11209026 was reported to be protective against 
IBDs. The allelic frequency of the GA genotype in our study 
was similar to the Hungarian UC cohort (4.4%)[25].

IL-23R SNP rs11209026 and the polymorphisms of JAK2 and 
STAT3 genes were studied in Turkish patients with IBDs. The 
allelic frequency of the adenine base was not statistically 
different in both groups in our study, as reported in that 
study[26]. No protective effect of rs11209026 SNP exists 
against UC in the Turkish population.

We first investigated IL-23R rs7517847 and rs1004819 in 
the Turkish population. In previous reports, rs7517847 
and rs1004819 SNPs were also found in relation to UC 
susceptibility in Caucasians but not in Asians[8]. Frequencies 
of alleles and genotypes of rs7517847 and rs1004819 SNPs 
were not different between the groups in our study, but the 
TG genotype of rs7517847 displayed a statistically significant 
association with the greater extent of UC (Table 3).

In the Iranian population, rs7517847 and rs1004819 
were studied and no association was found between the 
patients with UC and the healthy controls. The frequency 
of the T allele and TG genotype in this study were similar 
to our results[11]. The presence of blood in the stool and 
activated bowel movements are two important features 
of UC[11]. In this study, the homozygous GG genotype of 
rs7517847 was correlated with the least amount of blood in 
stool and bowel movements, implying the protective effect 
of the G allele, but the predisposing effect of the T allele on 
the presentation of UC.

Our data showed that the TG genotype of rs7517847 
correlated with the greater extent of UC, suggesting 
that extensive localization of UC might increase the 
possibility of bloody diarrhea. However, the extent of 
UC does not always reflect severe clinical presentation 
with bloody diarrhea due to medications. In the Iranian 
study, endoscopic findings were not reported. Correlating 
endoscopic localization and presentation with bloody 

diarrhea, rs7517847 can be proposed as a causative variant 
of SNP resulting in the acute presentation of UC. Although 
the study designs were different, protective influences of 
rs7517847 on UC were identified in Iranian and Hungarian 
reports[11,25]. Our analyses partly ascertained the relevance 
because we did not find any relation. Further investigations 
in different populations should be carried out.

The AA genotype of rs1004819 was in statistically significant 
association with patients who never smoked, and the GA 
genotype of this SNP was found in relation to smoking 
and left-sided colitis. Previous studies did not confirm the 
IL-23R rs1004819 association with smoking,[10,11] and it 
may be a unique specialty for Turkish patients with UC. The 
GG genotype of rs1004819 SNP was also more frequent 
in UC patients with higher Mayo clinical activity scores. 
Homozygous expressions of rs1004819 polymorphism in 
Turkish UC patients may predict UC activation. Nicotine is a 
protective factor for UC[27]. Both heterozygous expressions 
of rs1004819 polymorphism and smoking were associated 
with limited localization. However, it is not clear whether 
this can be ascribed to the protective influence of nicotine 
on the mucosa or if heterozygous expression of the 
polymorphism solely presents with limited localization. The 
protective influence of nicotine might have been induced 
by the heterozygous GA genotype of rs1004819 to a wider 
extent.

Although rs11209026, rs7517847, and rs1004819 SNPs 
were not susceptible to UC, some genotypes revealed 
phenotypic associations with UC. The major limitation 
of this study was the small sample size, especially in the 
control group. Further studies in larger cohorts are needed 
in other populations, and our study may be preliminary 
and a first step in future research.

Main Points

1.	 IL-23 receptor gene single nucleotide polymorphisms 
(SNPs) are associated with disease susceptibility in 
inflammatory bowel diseases (IBDs).

2.	 Depending on the studied populations and ethnicities, 
research aiming to develop predictive diagnostic 
models have resulted in identifying different 
phenotypic subtypes of the disease associated with 
these polymorphisms.

3.	 The most investigated IL-23R gene polymorphisms, 
rs1004819, rs7517847, and rs11209026, showed 
no susceptibility to ulcerative colitis in our Turkish 
population, but rs7517847 was associated with the 
extent of the disease, and rs1004819 was linked to 
smoking habits.
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4.	 Further studies in larger sample sized Turkish 
populations are needed to confirm these results and 
to explore the relationships between other single 
nucleotide polymorphisms and inflammatory bowel 
diseases.

Ethics Committee Approval: The study protocol complied with 
the ethical guidelines of the 1975 Declaration of Helsinki (6th 
revision, 2008), as reflected in a priori approval by the institution's 
human research committee. The Local Ethics Committee of our 
institute (2013-70/17) approved the study, and written informed 
consent was obtained from all participants.

Peer-review: Externally peer-reviewed.

Authorship Contributions: Concept: İ.K., İ.Y; Design: İ.K; 
Supervision: M.K; Fundings: İ.K. (The Revolving Fund Management 
Department); Materials: İ.Y.; Data Collection or Processing: İ.K., 
İ.Y.; Analysis or Interpretation: E.T., İ.Y.; Literature Search: E.K., İ.K.; 
Writing: İ.K., E.T.; Critical Review: M.K., E.K.

Conflict of Interest: None declared.
Financial Disclosure: The materials used for Polymerase Chain 
Reaction (PCR) study were supplied by The Revolving Fund 
Management Department of GATA Haydarpaşa Training Hospital 
İstanbul/Türkiye.

References
1.	 Baumgart DC, Carding SR. Inflammatory bowel disease: Cause 

and immunobiology. Lancet 2007;369:1627–40. [CrossRef ]

2.	 Halme L, Paavola-Sakki P, Turunen U, Lappalainen M, Farkkila 
M, Kontula K. Family and twin studies in inflammatory bowel 
disease. World J Gastroenterol 2006;12:3668–72. [CrossRef ]

3.	 Huber AK, Jacobson EM, Jazdzewski K, Concepcion ES, Tomer 
Y. Interleukin (IL)-23 receptor is a major susceptibility gene for 
Graves' ophthalmopathy: the IL-23/T-helper 17 axis extends to 
thyroid autoimmunity. J Clin Endocrinol Metab 2008;93:1077–
81.[CrossRef ]

4.	 Duerr RH, Taylor KD, Brant SR, Rioux JD, Silverberg MS, Daly MJ, 
et al. A genome-wide association study identifies IL23R as an 
inflammatory bowel disease gene. Science 2006;314:1461–3.

5.	 Elson CO, Cong Y, Weaver CT, Schoeb TR, McClanahan TK, 
Fick RB, et al. Monoclonal anti-interleukin 23 reverses active 
colitis in a T cell-mediated model in mice. Gastroenterology 
2007;132:2359–70. [CrossRef ]

6.	 Di Cesare A, Di Meglio P, Nestle FO. The IL-23/Th17 axis in 
the immunopathogenesis of psoriasis. J Invest Dermatol 
2009;129:1339–50. [CrossRef ]

7.	 Wellcome Trust Case Control Consortium. Genome-wide 
association study of 14,000 cases of seven common diseases 
and 3,000 shared controls. Nature 2007;447:661–78. [CrossRef ]

8.	 Peng LL, Wang Y, Zhu FL, Xu WD, Ji XL, Ni J. IL-23R mutation is 
associated with ulcerative colitis: A systemic review and meta-
analysis. Oncotarget 2017;8:4849–63. [CrossRef ]

9.	 Tremelling M, Cummings F, Fisher SA, Mansfield J, Gwilliam 

R, Keniry Aet al. IL23R variation determines susceptibility 
but not disease phenotype in inflammatory bowel disease. 
Gastroenterology 2007;132:1657–64. [CrossRef ]

10.	Cummings JR, Ahmad T, Geremia A, Beckly J, Cooney R, 
Hancock L, et al. Contribution of the novel inflammatory 
bowel disease gene IL23R to disease susceptibility and 
phenotype. Inflamm Bowel Dis 2007;13:1063–8. [CrossRef ]

11.	Hayatbakhsh MM, Zahedi MJ, Shafiepour M, Nikpoor AR, 
Mohammadi M. IL-23 receptor gene rs7517847 and rs1004819 
SNPs in ulcerative colitis. Iran J Immunol 2012;9:128–35.

12.	Schmechel S, Konrad A, Diegelmann J, Glas J, Wetzke M, 
Paschos E, et al. Linking genetic susceptibility to Crohn's 
disease with Th17 cell function: IL-22 serum levels are 
increased in Crohn's disease and correlate with disease activity 
and IL23R genotype status. Inflamm Bowel Dis 2008;14:204–
12. [CrossRef ]

13.	Venegas M, Beltrán CJ, Alvarez L, Castro A, Torres T, Leal AD, et 
al. IL-23R Arg381Gln polymorphism in Chilean patients with 
inflammatory bowel disease. Eur Cytokine Netw 2008;19:190–
5. 

14.	Yamazaki K, Onouchi Y, Takazoe M, Kubo M, Nakamura Y, Hata 
A. Association analysis of genetic variants in IL23R, ATG16L1 
and 5p13.1 loci with Crohn's disease in Japanese patients. J 
Hum Genet 2007;52:575–83. [CrossRef ]

15.	Cho ML, Kang JW, Moon YM, Nam HJ, Jhun JY, Heo SB, et al. 
STAT3 and NF-kappaB signal pathway is required for IL-23-
mediated IL-17 production in spontaneous arthritis animal 
model IL-1 receptor antagonist-deficient mice. J Immunol 
2006;176:5652–61. [CrossRef ]

16.	Kolls JK, Lindén A. Interleukin-17 family members and 
inflammation. Immunity 2004;21:467–76. [CrossRef ]

17.	Liu JZ, van Sommeren S, Huang H, Ng SC, Alberts R, Takahashi 
A, et al. Association analyses identify 38 susceptibility loci for 
inflammatory bowel disease and highlight shared genetic risk 
across populations. Nat Genet 2015;47:979–86. [CrossRef ]

18.	Wright A. Genetic variation: Polymorphisms and mutations. 
Encylopedia of Life Sciences 2005. Available at: https://
onlinelibrary.wiley.com/doi/full/10.1038/npg.els.0005005. 
Accessed Dec 1, 2023. [CrossRef ]

19.	Aksoy Z, Soydemir E. Polimorfizm. Güncel Gastroenteroloji 
2017. Available at: https://guncel.tgv.org.tr/journal/69/
pdf/100514.pdf. Accessed Dec 1, 2023. 

20.	Amre DK, Mack D, Israel D, Morgan K, Lambrette P, Law L, et 
al. Association between genetic variants in the IL-23R gene 
and early-onset Crohn's disease: Results from a case-control 
and family-based study among Canadian children. Am J 
Gastroenterol 2008;103:615–20. [CrossRef ]

21.	Borgiani P, Perricone C, Ciccacci C, Romano S, Novelli G, 
Biancone L, et al. Interleukin-23R Arg381Gln is associated with 
susceptibility to Crohn's disease but not with phenotype in an 
Italian population. Gastroenterology 2007;133:1049–52. [CrossRef]

22.	Lu ZK, Chen ZR, Zhu JY, Xu Y, Hua X. Analysis of the association 
of single nucleotide polymorphisms of interleukin-23 receptor 
(IL-23R) and inflammatory bowel disease in a Chinese Han 

https://doi.org/10.1016/S0140-6736(07)60750-8
https://doi.org/10.3748/wjg.v12.i23.3668
https://doi.org/10.1210/jc.2007-2190
https://doi.org/10.1126/science.1135245
https://doi.org/10.1053/j.gastro.2007.03.104
https://doi.org/10.1038/jid.2009.59
https://doi.org/10.1038/nature05911
https://doi.org/10.18632/oncotarget.13607
https://doi.org/10.1053/j.gastro.2007.02.051
https://doi.org/10.1002/ibd.20180
https://doi.org/10.1002/ibd.20315
https://doi.org/10.1007/s10038-007-0156-z
https://doi.org/10.4049/jimmunol.176.9.5652
https://doi.org/10.1016/j.immuni.2004.08.018
https://doi.org/10.1038/ng.3359
https://doi.org/10.1038/npg.els.0005005
https://doi.org/10.1111/j.1572-0241.2007.01661.x
https://doi.org/10.1053/j.gastro.2007.07.013


77Küçük et al., IL-23 R Gene RS1004819, RS7517847, RS11209026 SNPs in Turkish Ulcerative Colitis Patients / doi: 10.14744/hnhj.2022.01336

cohort. Oncotarget 2016;7:67851–6. [CrossRef ]

23.	Xu WD, Xie QB, Zhao Y, Liu Y. Association of Interleukin-23 
receptor gene polymorphisms with susceptibility to Crohn's 
disease: A meta-analysis. Sci Rep 2015;5:18584. [CrossRef ]

24.	Zhu Y, Jiang H, Chen Z, Lu B, Li J, Shen X. Genetic association 
between IL23R rs11209026 and rs10889677 polymorphisms 
and risk of Crohn's disease and ulcerative colitis: Evidence 
from 41 studies. Inflamm Res 2020;69:87–103. [CrossRef ]

25.	Fischer S, Kövesdi E, Magyari L, Csöngei V, Hadzsiev K, Melegh 
B, et al. IL23R single nucleotide polymorphisms could be 

either beneficial or harmful in ulcerative colitis. World J 
Gastroenterol 2017;23:447–54. [CrossRef ]

26.	Can G, Tezel A, Gürkan H, Tozkır H, Ünsal G, Soylu AR, et al. 
Investigation of IL23R, JAK2, and STAT3 gene polymorphisms 
and gene-gene interactions in Crohn's disease and 
ulcerative colitis in a Turkish population. Turk J Gastroenterol 
2016;27:525–36. [CrossRef ]

27.	Lunney PC, Leong RW. Review article: Ulcerative colitis, 
smoking and nicotine therapy. Aliment Pharmacol Ther 
2012;36:997–1008. [CrossRef ]

https://doi.org/10.18632/oncotarget.12296
https://doi.org/10.1038/srep18584
https://doi.org/10.1007/s00011-019-01296-y
https://doi.org/10.3748/wjg.v23.i3.447
https://doi.org/10.5152/tjg.2016.16327
https://doi.org/10.1111/apt.12086

